promoter of TMEM245 and the putative promoter of miR-32 are marked with green and red ovals, respectively. Note the H3K4 methylation patterns in these two regions. ChIP assays were performed using 10 and 2 primers spanning the TMEM245 (yellow oval) and miR-32 (purple oval) promoter regions (indicated with arrows), respectively (Fig. 3a,   3b ).
b) A screen shot of the UCSC genome browser shows the genomic region harboring miR-590, which is embedded within the host gene EIF4H. The EIF4H promoter is marked with a green oval. The red oval represents a region within the previously defined miR-590 promoter 11 , which was further analyzed by ChIP assays. ChIP assays were performed using 4 and 1 primer(s) spanning the EIF4H (yellow oval) and miR-590 promoter regions (indicated with arrows), respectively (Fig. 3c, 3d ).
Supplementary Figure 7.
a) The heat map derived using the Gene, Disease Features Ontology-based Overview 
